. Strategy for identification of putative genes regulated by miR-204-5p in PDAC cells. Our previous gene expression analyses showed that a total of 480 genes were downregulated by miR-204-5p transfection into SW1990 cells. The gene expression data were deposited in the GEO database (accession number: GSE115801). Among these genes, 25 were also upregulated in PDAC clinical specimens (GEO accession number: GSE15471) and also contain putative miR-204-5p binding sites in their 3'untranslated regions (according to the TargetScan database).
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